We found a novel type of repetitive DNA sequence in the Myxococcus xanthus genome. The first repetitive sequence is located in the spacer region between the ops and tps genes. We cloned five other repetitive sequences using the first repetitive sequence as a probe and determined their nucleotide sequences. Comparison of these sequences revealed that the repetitive sequences consist of a 87-bp core sequence and that some clones share additional homology on their flanking regions.
xanthus. This repetitive DNA sequence was tentatively designated RMX (repetitive DNA sequence of M. xanthus), and the one between ops and tps was tentatively designated RMX1.
The same BstEII-BamHI fragment was used to screen a M. xanthus genomic library (5) for the other clones containing an RMX sequence. The library was constructed on pHC79 (4) as cosmids, and each clone contains a 30-to 40-kb DNA insert. About 3% of the clones in the library hybridized with the RMX1 probe. The results suggest that M. xanthus genome carries at least six copies of RMX sequences, since the genome size of M. xanthus was reported to be 5,690 kb (11) . However, Southern blot analysis of the XhoI-digested chromosomal DNA with RMX1 as the probe revealed that at least 15 bands hybridized with the probe (Fig. 1B, lane 4) . The analyses using the other chromosomal DNA fragments indicate that some RMX sequences are present as clusters on the M. xanthus genome, as will be described below.
Three clones were further analyzed (Fig. 2) of RMX sequences on the three clones were determined by Southern hybridization analysis, and sequence orientation was deduced from the DNA sequence described below. One repeat, RMX2 was located 14.5 kb upstream of RMX1. The second clone contained three repeats, RMX3, RMX4, and RMX5. The three RMX sequences were separated by 2 to 3 kb and were situated in the same orientation. In the third clone, RMX6 was located downstream of the rpoD gene coding for the major sigma factor (2). The orientation of RMX6 is opposite to the direction of the rpoD gene.
DNA sequences of RMX2 through RMX6 were determined by the dideoxy-chain termination method (8) . Figure 3 aligns the DNA sequences of all six RMX sequences. The length and level of homology for each pair of RMX sequences compared in Fig. 4 was calculated from the results of Fig. 3 We are grateful to Bert Lampson for critically reading the manuscript.
